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P. reclinata Jacq.
(2), P. roebelenii O'Brien (2), P. rupicola T. Anderson (2), P. theophrasti Greuter (2), and the interspecifi c hybrid P. canariensis × P. sylvestris ( Table 2 ) . Among these loci, 15 showed consistent amplifi cation and promising polymorphisms across the sample and were further investigated in a variable number of individuals (80-1000) of the aforementioned species, including population samplings of P. dactylifera and P. reclinata . The transferability of 10 loci was also evaluated in Chamaerops humilis L., resulting in 100% positive amplifi cation, with eight polymorphic loci displaying two to 12 alleles among seven to 51 individuals ( Table 3 ) . Moreover, the amplifi cation of one Hyphaene thebaica Mart. individual and one Livistona carinensis (Chiov.) J. Dransf. & N.W. Uhl individual was tested for fi ve loci, with both species giving positive amplifi cation results in three loci (mPdIRD25, mPdIRD31, and mPdIRD33). DNA from these individuals was extracted from freeze-dried or silica-dried leaf tissue. Samples were reduced into a fi ne powder using either an IKA A10 analytical grinder (IKA-Werke, Staufen, Germany) or a QIAGEN TissueLyser and QIAGEN DNeasy Plant Mini, Maxi, or 96-well kits (QIAGEN, Courtaboeuf, France). PCR reactions were performed in a thermocycler (Biometra GmbH, Göttingen, Germany, or Eppendorf AG, Hamburg, Germany) in a total reaction mixture of 25 μ L, containing: 10 ng of total genomic DNA, 1 × PCR buffer, 2 mM MgCl 2 , 200 μ M dNTP, 0.5 U of Taq DNA polymerase, 0.4 pmol of the forward primer labeled with a 5 ′ M13 tail, 2 pmol of the reverse primer, and 2 pmol of the fl uorochrome-marked M13 tail, plus sterile water to reach the fi nal volume. The fl uorochromes used were either 6-FAM, HEX, or TAMRA. The PCR parameters were as follows: denaturation for 2 min at 94 ° C; followed by six cycles at 94 ° C for 45 s, 60 ° C for 1 min, and 72 ° C for 1 min; then 30 cycles at 94 ° C for 45 s, 55 ° C for 1 min, and 72 ° C for 1.5 min; then 10 cycles at 94 ° C for 45 min, 53 ° C for 1 min, 72 ° C for 1.5 min; and a fi nal elongation step at 72 ° C for 10 min.
The PCR products were processed on an ABI 3130XL Genetic Analyzer (Applied Biosystems, Foster City, California, USA). Allele size scoring was performed with respect to a noncommercial ladder using GeneMapper version 3.7 software (Applied Biosystems).
Genetic analyses (number of alleles, observed and expected heterozygosities, Wright's fi xation index [ F IS ] and its signifi cance calculated using the permutation test) were conducted with GENETIX version 4.05 software ( Belkhir et al., 2004 ) .
Each of the 15 loci tested were polymorphic in at least one Phoenix species ( Tables 2 and 3 ). The loci mPdIRD25, mPdIRD30, mPdIRD31, mPdIRD33, and mPdIRD40 were particularly suitable in P. dactylifera with three to eight alleles, having a clear stepwise mutation pattern in accordance with the microsatellite motif (tri-or hexanucleotide), and showing little to moderate heterozygosity defi cit. The loci mPdIRD13, mPdIRD25, mPdIRD31, and mPdIRD33 were useful in Chamaerops humilis with three to 12 alleles, confi rming good intergeneric transferability. In addition, mPdIRD25, mPdIRD31, and mPdIRD33 were amplifi ed in Livistona carinensis and Hyphaene thebaica . http://www.bioone.org/loi/apps 
CONCLUSIONS
The loci described here are a useful addition to previously published microsatellite markers for palms. Their interspecifi c allelic differentiation makes them particularly suitable for hybrid and gene fl ow analysis within Phoenix . The most polymorphic loci can be added to other SSR loci to create marker sets for genetic diversity analysis in P. dactylifera and other species. Their transferability within the Coryphoideae subfamily will facilitate the study of species with limited molecular resources, such as Chamaerops humilis .
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